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Korean DNA database law for missing children identification has been in effect since 2005, and the 
number of missing persons exceeds over 20,000 by now. For gross kinship database searching, we have 
encountered the low exclusion chance and the mutation problem. 
 
To overcome these problems, we screened the informative SNP markers with a same PCR condition, 
tested the linkage disequilibrium with the conventional STR markers, and finally selected the 35 SNP 
markers. The estimation of the allele frequencies and the exact test for the 35 SNP markers and 17 
conventional STR markers show the Hardy–Weinberg equilibrium (P > 0.05) and independent 
inheritance. These 35 SNPs are expected to provide an additional useful discrimination power for the 
missing children DNA database. 
 


